Nonconvex Penalty Based Low-Rank Representation and Sparse Regression for eQTL Mapping.
This paper addresses the problem of accounting for confounding factors and expression quantitative trait loci (eQTL) mapping in the study of SNP-gene associations. The existing convex penalty based algorithm has limited capacity to keep main information of matrix in the process of reducing matrix rank. We present an algorithm, which use nonconvex penalty based low-rank representation to account for confounding factors and make use of sparse regression for eQTL mapping (NCLRS). The efficiency of the presented algorithm is evaluated by comparing the results of 18 synthetic datasets given by NCLRS and presented algorithm, respectively. The experimental results or biological dataset show that our approach is an effective tool to account for non-genetic effects than currently existing methods.